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said to be 'similar' «e: A,S,T; D,E; M,Q; R,K; I,L,M,V; F,Y,W 

PAJUSRLNFGQ-TGDADSVPDPQPI^QPPAAPSGLGTNTMATGSGAPMADNNE 

:: • STSGAMSDDSEMPA -199 

^^^^^ - 

> arraaVEXGQGADGVGMASGD^OTSTWSEGHWrTSTRTVnrLPTYinfflXYKP^ -254 

GEStQSlITYKG sAH0GCIJpreM)W .3 , 0 

. raiQVKSVTQNDGTTIXAtmLTSTVBYl 1 ™ . . . . ■ . ..... ,;: 

^i^SNGETOTis^iFiissiFiii^AGQEG^PFPKDVF-361 

:::::::::::::: n eTTTGTTLNAGTATTK FTKLRPTtiFSNF -468 

- SWTOp>GPCYP.afiP.VSKTSAI>10raSEYSWTGA _ . .— ... . 

. k^x^a*^ 

- ASHKDDEEKFFgffiSGVLIFGKQGSEK Tliy , 7 ^ T TTVT ^ - TTp fi ft^ ^ .. 

rT *^vt«^NSOLIF--~AGPKQNGNTATVPGTLIFTSEEELAATNATDTD -573 

. TDGHFHPSPI^GGFGLKHPPPQI^^^FVP^^PSTTF^A^KF^FITQYST ^ Q ^ 

^^piiGGFG^PpilFi^A^A^ESTPWEFITQYST^ -« 77 

T J ^ iiiii^^^OPisi.YG Q QNsiLiAPDAAGKYTEPPAIGTPYL I H - 
- NL -735 
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AAV4VP1 - HL -734 

Identity : 453 ( 61.7%) 
Similarity: 64 ( 8.7%) 
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BRIEF DESCRIPTION OF TELE DRAWINGS 



Fig. 1 shows (A) the sequence of AAV4 contained in the BssHEE fragment was derived 
using an automated sequencer, and (B) the organization of AAV4, showing a map of the 
genomic organization of AAV4 and the organization of the overlapping clones. 



Fig. 2 shows a comparison of Rep OKFs. The Rep open reading frames of AAV2 and 
AAV4 were compared using the nalign program of Pcgene. Identical amino acids are 
indicated by a : and similar amino acids are indicated by a single dot. 



Fig. 3 shows a comparison of Cap ORFs. The Capsid open reading frames of AAV2 
and AAV4 were compared using the palign program of Pcgene. Identical amino acids 
are indicated by a : and similar amino acids are indicated by a single dot. The theoretical / 
initiator codons of VP2 and VP3 are indicated. Large blocks of dissimilarity are 
highlighted in yellow. Regions which have been proposed to be on the surface of AAV 
are underlined. 



Fig. 4 shows the AAV4 p5 promoter. The p5 promoter was identified by comparison to 
the AAV2 seq. The TATA box and Rep binding sites and initiation codon are identified 
20 by boxes. The p5 transcription start site is indicated by an arrow as well as the TRS. 
The YY1 binding sites are underlined. The unique AAV4 sequence is highlighted nt 
209-269). 



Fig. 5 shows AAV4 ITR The sequence of the "flip" ITR is shown in the hairpin 
25 conformation. The Rep binding site is identified by overlining. The cleavage site in 
TRS is indicated by an arrow. Bases shown to be important based on methylation 
interference binding are indicated by dots and asterisks. 



